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SEQUENCE LISTING 
SEQ ID NO: 1 
LEN3EH: 1447 
TYPE: nucleic acid; 
SIRANDEDNESS: single 
TOPOLOGY: linear/ 
MOLECULE TYPE: 
SEQUENCE DESCRIPTION: 
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AGC OGT CTT OCA AAT OCA GQG ACT /GQG CAG MA CAG CIA TOG CAG TIC 926 

CEA CIG GAG CTT CIG TOG GAC TOC AAC TOC AAC TOC ATC ACC TOG 974 

GAG GQC ACA AAT GOG <3*G TIC/AAG ATC £CA GAC OCT GAT <3*A GTO OCT 1022 

OGG OGT TOG GCA GAG AGG AAA. AGC AAA OCT AAC ATC AAC TAT GAC AAA 1070 

CTC AGC OGT OCA CTT OGc/ TAC TAC TAT <3X2 AAA AAT AIT ATC PCI AAA 1118 

GIT CAT GOT AAA OGC TJftT QOC TAC AAA TIT GAT TIC CAC GGA ATC GOT 1166 

CAG GOC CTC CAG 00/ CAC OCT OCA Q^A TCA TOC ATC TAC AAA TAC OCA 1214 

TCA (3X1 CTC OOC TSC ATC PGI TOC TAC CAT GCA CAC OOC CAG AAG ATC 1262 

AAC TIT GIA GCl/cCC CAT OOC OCT GCT TIG OOC GIA AOC TCA TOC AGC 1310 

TIT TIT GCT G^C OCT AAT OCA TPC TOG AAT TCA OCA ACT GGA GQC ATC 1358 

TAC OOC AAT AOC AGG CTC OCA OCT OCT CAT ATC OCT TOC CAT CTT GQC 1406 

AOC TAC TA£ TAA GIG GQGAAAGAAA GAAAGOQOCA AGAAAA 1447 



SEQ Hi NO: 2 
: 451 
amino acid 
: linear 
TYPE: peptide 
' SEQUENCE DESCRIPTION: 



Mat Ala Ser Thr He Lys Glu Ala Leu Ser Val Val Ser Glu Asp Gin 16 

Ser Leu Phe Glu Cys Ala Tyr Gly Ser Pro His Leu Ala Lys Thr Glu 32 

Met Thr Ala Ser Ser Ser Ser Glu Tyr Gly Gin Thr Ser Lys Met Ser 48 

Pro Arg Val Pro Gin Gin Asp Trp Leu Ser Gin Pro Pro Ala Arg Val 64 
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Thr He Lys Met Glu Cys Asn Pro Asn Gin yval Asn Gly Ser Arg Asn 80 

Ser Pro Asp Asp Cys Ser Val Ala Lys Gly Gly Lys Met Val Ser Ser 96 

Ser Asp Asn Val Gly Met Asn Tyr Gly Ser Tyr Met Glu Glu Lys His 112 

lie Pro Pro Pro Asn Met Thr Thr Asn/Glu Arg Arg Val He Val Pro 128 

Ala Asp Pro Thr Leu Trp Ser Thr pJp His Val Arg Gin Trp Leu Glu 144 

Trp Ala Val Lys Glu Tyr Gly Leu /Pro Asp Val Asp He Leu Leu Phe 160 

Gin Asn lie Asp Gly Lys Glu Leu Cys Lys Met Thr Lys Asp Asp Phe 176 

Gin Arg Leu Thr Pro Ser Tyr Asn Ala Asp He Leu Leu Ser His Leu 192 

His Tyr Leu Arg Glu Arg GLf Ala Thr Phe He Phe Pro Asn Thr Ser 208 

Val Tyr Pro Glu Ala Thr Can Arg He Thr Thr Arg Pro Asp Leu Pro 224 

Tyr Glu Gin Ala Arg Art/ Ser Ala Trp Thr Ser His Ser His Pro Thr 240 

Gin Ser Lys Ala Thr Gin Pro Ser Ser Ser Thr Val Pro Lys Thr Glu 256 

Asp Gin Arg Pro GhyJjsa Asp Pro Tyr Gin lie Leu Gly Pro Thr Ser 272 

Ser Arg Leu Ala ^n Pro Gly Ser Gly Gin He Gin Leu Trp Gin Phe 288 

Leu Leu Glu Leu yLeu Ser Asp Ser Ser Asn Ser Asn Cys lie Thr Trp 304 

Glu Gly Thr Ash Gly Glu Phe Lys Met Thr Asp Pro Asp Glu Val Ala 320 

Arg Arg Trp (Sly Glu Arg Lys Ser Lys Pro Asn Met Asn Tyr Asp Lys 336 

Leu Ser Arg Ala Leu Arg Tyr Tyr Tyr Asp Lys Asn lie Met Thr Lys 352 

Val His Gly Lys Arg Tyr Ala Tyr Lys Phe Asp Phe His Gly lie Ala 368 

Gin Ala/lieu Gin Pro His Pro Pro Glu Ser Ser Met Tyr Lys Tyr Pro 384 

Ser Asp Leu Pro Tyr Met Ser Ser Tyr His Ala His Pro Gin Lys Met 400 

Asn Phe Val Ala Pro His Pro Pro Ala Leu Pro Val Thr Ser Ser Ser 416 

Phe/ Phe Ala Ala Pro Asn Pro Tyr Trp Asn Ser Pro Thr Gly Gly lie 432 

Tyr Pro Asn Thr Arg Leu Pro Ala Ala His Met Pro Ser His Leu Gly 448 

Thr Tyr Tyr 451 
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SEQ ID NO: 3 / 
LENGIH: 1528 / 
TYPE: nucleic acid / 
SI3RANDEDNESS: single / 
TQFQLOCT: linear / 
M3LECULE TYPE: DMA / 
SEQUENCE DESCRIPTION: / 

GAATTDOGCG AAGGAATAAT TATZmTAGC AATTATIAGC GAICAATAAT TT 62 

ATG OCA AGC ACT MT AAG GAA OCA HA TCA GIG GIG AGT GAA (3*C CAG 110 

ICC TIG TIT GAG TGT GCC/ TAG GGA TOG OOC CAC CIT GCA AAG MA GAA 158 

ATG ACA GOC TCC TCT TCC AGT GAA OAT QQG CAA ACA TCA AAG ATG AGC 206 

QCG CGC GIT OOC CAG/cAG CTC TGG TEA TCA CAG OOC COG GCC AGA GET 254 

AOC ATT AAG ATG GBG TGT AAC OCA AAC CAG GET AAT GOG TCA AGG AAT 302 

TCA OCT GAT GAC^/TQC AGC GIG GCA AAA GGA GOG AAA ATG GET AGC AGT 350 

TCA GPC AAT GIT QQG AEG AAC TAT GGA AGC TAC ATG GAA GAG AAG CAT 398 

/ 

ATT COG OCT C£A AAT ATG ACA AOC AAT GAA GGA AGA GTT ATT GIG OCA 446 

OCA GAT CCI/PCG TTA TGG AGC ACA GAC CAT GIA COG CAG TOG CIG GAG 494 

TGG OCA GIG AAG GAG TAT GGT CIT OCA GAC GIG GAC ATC TTG TTG TIC 542 

CAG AAC AFT GAT QGG AAA GAG TTG TGT AAA ATG AOC AAA GAT GAC TIC 590 

CAG AGA CIC AOG OOG AGC TAT AAC OCA (AT ATC CIC CIG TCA CAC CIA 638 

CAC IMC CIC AGA GAG ACT OCT CIT OCA CAT TTG ACT TCA GAT GAT GTT 686 

GAT AAG OOC TTA CAA AAC TCT OCA OQG TTA ATG CAT OCT AGA AAC ACA 734 

GG?y GC5\ GCC ACT TTT AIT TTT OCA AAT ACA TCA GIT TAC OCA GAA OCA 782 

ACG CAA AGA ATA ACA ACA AGG OCA CAT TTA OCT TAT GAG CAA GOG AGG 830 
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AGA TCA GOG TOG ACG AGT CAC AGC CAT OOC ACT CAG TCA AAA OCT ADC 878 

CAA OCA TCA TCP TCA ACA GIG COC AAA ACA GAA GAC CAG OGT OCT CAG 926 

TIA OT OCT TAT CAG AFT CTT QGA COG pCC AGC AGC OGT CTT GCA AAT 974 

OCA G3G AGT G9G CAG ATA CAG CCA TOE CAG TIC CEA CIG GAG CTT CIG 1022 

TOG GAC AGC TOC AAC TOC AAC TOC fflC AGC TOG CTG GGC ACA AAT GOG 1070 

®G TIC AAG ATG ACA GAC OCT G^T GAA GIG OCT OQG OGT TOG GGA GAG 1118 

AGG AAA AGC AAA OCT AAC ATC ENZ TAT Q^C AAA CIC AGC OGT GCA CTT 1166 

OGC TAC TAC TAT AAA Ak/ ATT ATG ACT AAA GTT CAT OGT AAA OGC 1214 

TOT GOC TAC AAA TIT GAT TIC CAC OCA ATC OCT CAG GOC CIC CAG OCT 1262 

CAC OCT OCA GAA TCA TOc/aTC TAC AAA TAC OCA TCA GAC CIC OOC OAC 1310 

ATC AGT TOC TAC CAT (p CAC OOC CAG AAG ATG AAC TIT GEA OCT OOC 1358 

CAT OOC OCT OCT TIG/COC GEA AOC TCA TOC AGC TIT TIT OCT GOC OCT 1406 

AAT OCA TAC TOG AAT TCA OCA ACT QGA GOC ATC TAC OOC AAT ADC AGG 1454 

CIG OCA OCT GCT CAT ATC OCT TOC CAT CTT GOC ADC TAC TAC TAA GIG 1502 

GGGAAAGAAA GAAZK30GCCA AC&AAA 1528 



SBQ ID NO:/ 4 
LENGTH: /478 



TYPE: ySmino acid 



TOFQLpGY: 



linear 



MXBCULE TYPE: peptide 
SEQUENCE DESCRIPTION: 



/Mat Ala Ser Thr lie Lys Glu Ala Leu Ser Val Val Ser Glu Asp Gin 16 
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Sea: Leu Hie Glu Cys Ala Tyr Gly Ser Pro His lAi Ala Lys Thr Glu 
Met Thr Ala Ser Ser Ser Ser Glu Tyr Gly Gln/ohr Ser Lys Met Ser 
Pro Arg Val Pro Gin Glu Asp Trp Leu Ser Gm Pro Pro Ala Arg Val 
Thr lie Lys Met Glu Cys Asn Pro Asn Gln/val Asn Gly Ser Arg Asn 
Ser Pro Asp Asp Cys Ser Val Ala Lys Gly Gly Lys Met Val Ser Ser 
Ser Asp Asn Val Gly Mart Asn Tyr Gl\/ Ser Tyr Met Glu Glu Lys His 
lie Pro Pro Pro Asn Mat Thr Thr Asn Glu Arg Arg Val He Val Pro 
Ala Asp Pro Thr Leu Trp Ser Thr/Asp His val Arg Gin Trp Leu Glu 
Trp Ala Val Lys Glu Tyr Gly Leu Pro Asp Val Asp He Leu Leu Phe 
Gin Asn He Asp Gly Lys GLxjf Leu Cys Lys Met Thr Lys Asp Asp Phe 
Gin Arg Leu Thr Pro Ser Tyr Asn Ala Asp lie Leu Leu Ser His Leu 
His Tyr Leu Arg Glu Thr/pro Leu Pro His Leu Thr Ser Asp Asp Val 
Asp Lys Ala Leu Gin Asn Ser Pro Arg Leu Met His Ala Arg Asn Thr 
Gly Gly Ala Thr Phe 'He Phe Pro Asn Thr Ser val Tyr Pro Glu Ala 
Thr Gin Arg He Thr Thr Arg Pro Asp Leu Pro Tyr Glu Gin Ala Arg 
Arg Ser Ala Trp Thr Ser His Ser His Pro Thr Gin Ser Lys Ala Thr 
Gin Pro Ser Set Ser Thr Val Pro Lys Thr Glu Asp Gin Arg Pro Gin 
Leu Asp Pro Tyr Gin lie Leu Gly Pro Thr Ser Ser Arg Leu Ala Asn 
Pro Gly Ser' Gly Gin He Gin Leu Trp Gin Phe Leu Leu Glu Leu Leu 
Ser Asp S^r Ser Asn Ser Asn Cys He Thr Trp Glu Gly Thr Asn Gly 
Glu Phe /Lys Met Thr Asp Pro Asp Glu Val Ala Arg Arg Trp Gly Glu 
Arg Lys Ser Lys Pro Asn Met Asn Tyr Asp Lys Leu Ser Arg Ala Leu 
Arg Tyr Tyr Tyr Asp Lys Asn He Met Thr Lys Val His Pro Pro Glu 
Ser Ser Met Tyr Lys Tyr Pro Ser Asp Leu Pro Tyr Met Ser Ser Tyr 
His Gly Lys Arg Tyr Ala Tyr Lys Phe Asp Phe His Gly lie Ala Gin 
Ala Leu Gin Pro His Ala His Pro Gin Lys Met Asn Phe Val Ala Pro 
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His Pro Pro Ala Leu Pro Val T#r Ser Ser Ser Phe Phe Ala Ala Pro 448 
Asn Pro Tyr Trp Asn Ser Pra/Thr Gly Gly lie Tyr Pro Asn Thr Arg 464 
Leu Pro Ala Ala His Met Bto Ser His Leu Gly Thr Tyr Tyr 478 



SEQ ID NO: 5 
LENGTH: 23 
TYPE: nucleic afcdd 
SIRANDEDNESS: / single 
TOPOLOGY: 

MXECULE TVPE: DNA 
SEQUENCE /DESCRIPTION: 

CATTAIQQCA AGC 23 



SEQ £D ISO: 6 
: 25 

nucleic acid 
EDNESS: single 
TOPOLOGY: linear 
MOLECULE TYPE: DNA 
SEQUENCE DESCRIPTION: 
CACATIAIGG CAAGCACTAT 3AAGG 25 



SEQ ID NO: 7 

LENGTH: 25 

TYPE: nucleic acid 
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